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Supplementary Figure S2:
Far UV polarimetry spectra of the hTR 1-20 DNA c1 (grey) and c2 (black) recorded at 20 °C. The spectra are the average of three measurements (standard uncertainty is smaller than the line width). Maxima and minima of the spectra are indicated by vertical lines and the corresponding wavelength labels. The Figure was prepared from data published in Meier et al. 1 and is included here for convenience.
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Supplementary Figure S5:
(A) SEC-MALS traces of the hTR 1-20 DNA c2 where the black line is the light scattering signal of the 90° detector, dark grey is the measured refractive index and light grey is the absorbance at 290 nm. The curves are offset for better visual separation. The 24 ml Superose 12 10/300 GL column was not able to separate monomers from dimers. A minute amount of aggregated material is present in the void volume.
(B) Determined molecular mass across the peak region (red line) based on the light scattering signals and the absorbance as concentration source.
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Supplementary Figure S6 : (A) Signal plot of the hTR 1-20 DNA c2 eluting from the in-line 4.6 ml Shodex KW402.5-4F size exclusion column at the B21 beamline at the Diamond Light Source. The signal is the integral of the ratio of the scattering intensity of the individual frame to the background intensity measured from the buffer. The large peak occupies 91% and the small peak 9% of the combined peak area, the same ratio that was observed for dimers and monomers by sedimentation velocity. However, the small peak is more likely baseline fluctuation, considering that the resolution power of the column is limited. Final DAMMIN hTR 1-20 DNA c2 SAXS models (mesh) calculated from independent data sets viewed from front (left), side (middle) and top (right) with the high-resolution X-ray structure superimposed. The fit of each model to its data is shown at the far right graph. Each DAMMIN model is based on a fixed core generated from 20 averaged and filtered DAMMIF models. 
